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MRSLLLGTLCLLAVALA 
ATGCGCTCTCTCCTTCTGGGCACCTTATGCCTCCTGGCTGTGGCCCTGGCAGCCGAGGTGAAGAAA 
TACGCGAGAGAGGAAGACCCGTGGAATACGGAGGACCGACACCGGGACCGTCGGCTCCACTTCTTT 

PVEAAAP GTAEK L S SKATTLAE 
CCTGTAGAGGCCGCAGCCCCTGGTACTGCGGAGAAGCTGAGTTCCAAGGCGACCACACTGGCAGAG 
GGACATCTCCGGCGTCGGGGACCATGACGCCTCTTCGACTCAAGGTTCCGCTGGTGTGACCGTCTC 

PSTGLAFSLYQAMAKDQAVENI 
CCCAGCACAGGCCTGGCCTTCAGCCTGTATCAGGCAATGGCCAAGGACCAGGCAGTGGAGAACATC 
GGGTCGTGTCCGGACCGGAAGTCGGACATAGTCCGTTACCGGTTCCTGGTCCGTCACCTCTTGTAG 

LVSPVVVASSLG LVSLGGKATT 
CTGGTGTCACCCGTGGTGGTGGCCTCGTCGCTGGGTCTCGTGTCGCTGGGCGGCAAGGCGACCACG 
GACCACAGTGGGCACCACCACCGGAGCAGCGACCCAGAGCACAGCGACCCGCCGTTCCGCTGGTGC 

ASQAKAVLSAEQ LRDEEVHAGL 
GCGTCGCAGGCCAAGGCAGTGCTGAGCGCCGAGCAGCTGCGCGACGAGGAGGTGCACGCCGGCCTG 
CGCAGCGTCCGGTTCCGTCACGACTCGCGGCTCGTCGACGCGCTGCTCCTCCACGTGCGGCCGGAC 

GELLRSLSNSTARNVTWKLGSR 
GGTGAGCTGCTGCGCTCACTCAGCAACTCGACGGCGCGCAACGTGACCTGGAAGCTGGGCAGCCGA 
CCACTCGACGACGCGAGTGAGTCGTTGAGCTGCCGCGCGTTGCACTGGACCTTCGACCCGTCGGCT 

LYGPSSVSFADDFVRSSKQHYN 
CTGTACGGACCCAGCTCAGTGAGCTTCGCTGATGACTTCGTGCGCAGCAGCAAGCAGCACTACAAC 
GACATGCCTGGGTCGAGTCACTCGAAGCGACTACTGAAGCACGCGTCGTCGTTCGTCGTGATGTTG 

CEHSKINFPDKR SALQS INEWA 
TGCGAGCACTCCAAGATCAACTTCCCGGACAAGCGCAGCGCGCTGCAGTCCATCAACGAGTGGGCC 
ACGCTCGTGAGGTTCTAGTTGAAGGGCCTGTTCGCGTCGCGCGACGTCAGGTAGTTGCTCACCCGG 

AQTTDGKLPEVTKDVERT DGAL 
GCGCAGACCACCGACGGCAAGCTGCCCGAGGTCACCAAGGACGTGGAGCGCACGGACGGCGCCCTG 
CGCGTCTGGTGGCTGCCGTTCGACGGGCTCCAGTGGTTCCTGCACCTCGCGTGCCTGCCGCGGGAC 

LVNAMFFKPHWDEKFHHKMVDN 
CTAGTCAACGCCATGTTCTTCAAGCCACACTGGGATGAGAAATTCCACCACAAGATGGTGGACAAC 
GATCAGTTGCGGTACAAGAAGTTCGGTGTGACCCTACTCTTTAAGGTGGTGTTCTACCACCTGTTG 

RGFMVTRSYTVGVTMMHR TGLY 
CGTGGCTTCATGGTGACTCGGTCCTATACTGTGGGTGTTACGATGATGCACCGGACAGGCCTCTAC 
GCACCGAAGTACCACTGAGCCAGGATATGACACCCACAATGCTACTACGTGGCCTGTCCGGAGATG 

NYYDDEKEKLQLVEMPLAHKLS 
AACTACTACGACGACGAGAAGGAGAAGCTGCAGCTGGTGGAGATGCCCCTGGCTCACAAGCTCTCC 
TTGATGATGCTGCTGCTCTTCCTCTTCGACGTCGACCACCTCTACGGGGACCGAGTGTTCGAGAGG 

SLIILMPHHVEPIiERLEKLLTK 
AGCCTCATCATCCTCATGCCCCATCACGTGGAGCCTCTCGAGCGCCTTGAAAAGCTGCTAACCAAA 
TCGGAGTAGTAGGAGTACGGGGTAGTGCACCTCGGAGAGCTCGCGGAACTTTTCGACGATTGGTTT 

EQLKIWMGKMQKKAVAISLPKG 
GAGCAGCTGAAGATCTGGATGGGGAAGATGCAGAAGAAGGCTGTTGCCATCTCCTTGCCCAAGGGT 
CTCGTCGACTTCTAGACCTACCCCTTCTACGTCTTCTTCCGACAACGGTAGAGGAACGGGTTCCCA 

VVEVTHDLQKHLAGLGLTEAID 
GTGGTGGAGGTGACCCATGACCTGCAGAAACACCTGGCTGGGCTGGGCCTGACTGAGGCCATTGAC 
CACCACCTCCACTGGGTACTGGACGTCTTTGTGGACCGACCCGACCCGGACTGACTCCGGTAACTG 

KNKADLSRMSGKKDLYLASVFH 
AAGAACAAGGCCGACTTATCACGCATGTCTGGCAAGAAGGATCTGTACCTGGCCAGTGTGTTCCAC 

TTCTTGTTCCGGCTGAATAGTGCGTACAGACCGTTCTTCCTAGACATGGACCGGTCACACAAGGTG 
ATA FELDTDGNPFDQDIYGREE 

GCCACCGCCTTTGAGTTGGACACAGATGGCAACCCCTTTGACCAGGACATCTACGGGCGCGAGGAG 

CGGTGGCGGAAACTCAACCTGTGTCTACCGTTGGGGAAACTGGTCCTGTAGATGCCCGCGCTCCTC 
LRSPKLFYADHPFI FLVRDTQS 

CTGCGCAGCCCCAAGCTGTTCTACGCCGACCACCCCTTCATCTTCCTGGTGCGGGACACCCAAAGC 

GACGCGTCGGGGTTCGACAAGATGCGGCTGGTGGGGAAGTAGAAGGACCACGCCCTGTGGGTTTCG 
GSLLF IGRLVRLKGDKMRDEL • 

GGCTCCCTGCTATTCATTGGGCGCCTGGTCCGGCTCAAGGGTGACAAGATGCGAGACGAGTTATAG 

CCGAGGGACGATAAGTAACCCGCGGACCAGGCCGAGTTCCCACTGTTCTACGCTCTGCTCAATATC 
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Alignment of HS047 with HLA/IL-12p Chains 



JYIUICLUIC 


Position 


Amino Acid Seauence 

l 11111 1 iV7 / VVlU UV\{UVll^/Vir 


Position 


Human Hsp47 


96 


AvlsAEQLR 


104 


Hu Colligin 2 


95 


AVLSAEQLR 


103 


HLA-A2 A*0201 


149 


AahvAEQLR 


157 


HLA-A2 A*0204 


167 


AahvAEQLR 


175 


HLA-A2 A*0206 


175 


AahvAEQLR 


183 


HLA-A2 A*02U 


166 


AahvAEQLR 


174 


HLA-A10 alpha 


84 


AahvAEQLR 


92 


HLA-Aw 69 


150 


AahvAEQLR 


158 


Rat Hsd47 


94 


AVLSAEkLR 


102 


Mouse Hsp47 


94 


AVLSAEkLR 


102 


Hamster Hsp47 


94 


AVLSAEkLR 


102 


Chicken Hsp47 


82 


AVLSAdkLn 


90 


Hu IL-12 /3-chain 


150 


AtLSAErvR 


158 


mouselLl 2/J-chain 


150 


AtLSAErvR 


158 


cat IL-12 j3-chain 


150 


AtLSAEkvR 


158 


cow IL12 /3-chain 


150 


AlLSAEkvn 


158 


Consensus HSP 




AVLSA(d,e)(k,q)LR 




Consensus HLA 




A(v,a)(l,h)(a,v)AEQLR 




Consensus IL-12 /3-chain 




A(v,l,t)LSAE(q,k,r)(l,v)R 





Overall Consensus A(v,l,a,t)(l,h)(a,v)A(d,e)(k,q,r)(I,v)R 
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Plasmid name: huHsp47/pUC19 
Plasmid size: 3910 bp 
Constructed by: Ernest-G. Hope 
Construction date: 1996 - - " 

Comments/References: puc 19 based huHsp47 gene cassette derived from 2 partial 

clones in pCR1 000/pGEM via primers (a. 5 ' -acgtttggatccaggtgaaga, 3 ' -gtccttggccat 

B . 5 ' GCAATGGCCAAGGACCAGGCAGTGGAG , 3 ' ATCTGAATTCCTATAACTCGTCTCGCA ) 
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